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% NCBI M 



results of {|l^i%^ir 

TBLASTN 2.2.15 [Oct-15-20061 

Reference ; 

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman 
(1997), "Gapped BLAST and PSI-BLAST: a new generation of 
protein database search programs", Nucleic Acids Res. 25:3389-3402. 

RID: 1172167648-4382-68418259592. BLASTQ2 



Database: All GenBank+EMBL+DDBJ+PDB sequences (but no EST, STS, 
GSS, environmental samples or phase 0, 1 or 2 HTGS sequences) 
5,005,800 sequences; 19,835,896,028 total letters 

If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 
Taxonomy reports 

Query= 

Length=31 



Distribution of 4 Blast Hits on the Query Sequence 



Mouse over to see the defline, click to show alignments 
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Sequences producing significant alignments: 

qi I 33236121 |qb| AE017158 . 1 1 Chlamydophila pneumoniae TW-183, s... 
qi 1 12 057210 | qb | AE002161 . 1 1 Chlamydophila pneumoniae AR3 9, comple 
qi I 6626250 |qb | AE001363 > 1 1 Chlamydophila pneumoniae CWL029, compl 
qi 1 47118320 I dbj |BA000008 ■ 3 I Chlamydophila pneumoniae J138 genomi 
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> □ qi 1 3323612l|qb|AE017158.l| ISI Chlamydophila pneumoniae TW-183, section 2 of 4 of 
genome 

Length=300380 

Features in this part of subject sequence: 
hypothetical protein 

Score = 63.2 bits (152), Expect = 2e-08 

Identities = 31/31 (100%), Positives = 31/31 (100%), Gaps = 0/31 (0%) 
Frame = +1 

Query 1 RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 31 

RVMKAWSHKSRTSS IHRQYSS YSLFYS ILK 
Sbjct 260287 RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 260379 



> D qi 1 12057210 I qb | AE002161 , 1 1 ISI Chlamydophila pneumoniae AR39, complete genome 
Length=1229853 

Features in this part of subject sequence: 
hypothetical protein 

Score = 63.2 bits (152), Expect = 2e-08 

Identities = 31/31 (100%), Positives = 31/31 (100%), Gaps = 0/31 {0%) 
Frame = -2 

Query 1 RVMKAWSHKSRTSSIHRQYSSYSLFYSILK .31 

RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 
Sbjct 277757 RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 277665 



> D qi I 662 6250 |qb| AE001363 . i j B Chlamydophila pneumoniae CWL029, complete genome 
Length=1230230 

Features in this part of subject sequence: 
hypothetical protein 

Score = 63.2 bits (152), Expect = 2e-08 

Identities = 31/31 (100%), Positives = 31/31 (100%), Gaps = 0/31 (0%) 
Frame = +3 

Query 1 RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 31 

RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 
Sbjct 563829 RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 563921 



> D gi I 47118320 I dbj |BA000008.3 | 13 Chlamydophila pneumoniae J138 genomic DNA, complet 
Length=1226565 

Features in this part of subject sequence: 
hypothetical protein 

Score = 63.2 bits (152), Expect = 2e-08 

Identities = 31/31 (100%), Positives = 31/31 (100%), Gaps = 0/31 (0%) 
Frame = +3 , 

Query 1 RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 31 

RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 
Sbjct 563148 RVMKAWSHKSRTSSIHRQYSSYSLFYSILK 563240 
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Select all i Deselect alii 



Database: All GenBank+EMBL+DDBJ+PDB sequences (but no EST, STS, GSS, environmental 
samples or phase 0, 1 or 2 HTGS sequences) 
Posted date: Feb 21, 2007 5:53 PM 
Number of letters in database: -1,638,940,448 
Number of sequences in database: 5,005,800 
Lambda K H 

0.321 0.124 0.329 
Gapped 

Lambda K H 

0.267 0.0410 0.140 
Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 5005800 

Number of Hits to DB : 59870585 

Number of extensions: 300715 

Number of successful extensions: 2818 

Number of sequences better than 10: 0 

Number of HSP's better than 10 without gapping: 0 

Number of HSP's gapped: 2 818 ' 

Number of HSP's successfully gapped: 0 

Length of query: 31 

Length of database: 19835896028 

Length adjustment: 6 

Effective length of query: 25 

Effective length of database: 6581930542 

Effective search space: 164548263550 

Effective search space used: 164548263550 

T: 13 

A: 40 

XI: 16 (7.4 bits) 
X2: 38 (14.6 bits) 
X3: 64 (24.7 bits) 
SI: 40 (20.0 bits) 
S2: 77 (34.3 bits) 
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:GCTCAGGAT>^JpACTTCCi 

iCACAGAcTWR^CGcT^KlCACl^fccTTACTi^^ 

PubMed Nucleotide Protein Genome Structure 



gATCGGATCCCCGGCC^ gjgf ATTATATAGC TCGATCG ATCl 
PfATATi^ACACAC^CfiStGCGCiATAGCAIG.'lCr,^^^^^^ 
CTTCGCATACGTi 
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ACCESSION 
VERSION 
KEYWORDS 
SOURCE 
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REFERENCE 
AUTHORS 



TITLE 



JOURNAL 
REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
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source 



gene 
CDS 



AE017158 3102 bp DNA linear BCT 25-JUL-2003 

Chlamydophila pneumoniae TW-183, section 2 of 4 of the complete 
genome . 

AE017158 REGION: 258324 261425 
AE017158.1 01:33236121 

Chlamydophila pneumoniae TW-183 
Chlamydophila pneumoniae TW-183 

Bacteria; Chlamydiae; Chlamydiales; Chlamydiaceae; Chlamydophila. 

1 (bases 1 to 3102) 

Geng,M.M. , Schuhmacher , A. , Muehldorf er , I . , Bensch,K.W,, 
Schaefer,K.P. , Schneider, S . , Pohl,T., Essig,A., Marre,R. and 

Melchers,K. 

The genome sequence of Chlamydia pneumoniae TW183 and comparison 
with other Chlamydia strains based on whole genome sequence 

analysis 
Unpublished 

2 (bases 1 to 3102) 

Geng,M.M. , Schuhmacher , A. , Muehldorfer, I . , Bensch,K. W. , 
Schaefer,K.P. , Schneider , S . , Pohl,T. and Melchers,K. 

Direct Submission 

Submitted (28-MAY-2002) RDR/IT, RDR/FG, RDR/BT, ALTANA Pharma, 
Byk-Gulden-Str . 2, Konstanz 78467, Germany 

Location/Qualifiers 

1..3102 

/organism= "Chlamydophila pneumoniae TW-183" 

/mol_type= "genomic DNA" 

/strain= "TW-183" 

/db xref="taxon: 182082 " 

/note="type strain 

biovar: TWAR" 

1. .3102 

/ locus_t ag= " CpBOS 0 3 " 
1..3102 

/ locus_tag= " CpB0503 " 
/codon_start=l 
/transl table=ll 
/product="hypothetical protein" 
/protein_id= " AAP98432.1 " 
/db__xref = "GI: 33236343" 

/translation="MFPIPPPHCPPNNKNNFYHLTTDTKDPLLLRILRTIGYVLLHII 
TLGLLLLIHYYKHHRWRKEGLPTPPTLPKGPEPKTIEIAKQPPKDGEDKKPDVPKPG 
TPPPEDTPPPPPKAPSPASPKVPKQPADKKPTPPPEAPPPPVRVATPMPLRPSSQGYW 
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QCLNRMVSMVLRRAPLPLPAMQVDPILGDFNPHFVASYPNRIDNEPMYFQIKQFKKIA 

QNPDLPQQHRRLAQLSLEQALYLNDNYYLVNVPGDGNCFYRAYAVGWLSALYEESSRN 

DIVFEQEATRLLDLPFASSSPANANLCAEMAEIiLQLCSTYCSFIDLYDGVILSQKHTA 

TLIAFLRKLSAYAIRQQIAASSNEETARALFISDMQDDLLPSVLEFLAANRPYSELFQ 

NLINHSALPYMQSRDKLFLLLEHLPALFLTDAELQKMSPEDQQLRKQYEREIREAFAK 

LSRRIADSGWDTERFNAIVKDHLPEAIRCQYSRFLATIENRRSGDLPWSPALSFFAFL 

CTCPSVRFHKLCATFYKSLEDIIIASAPPQRSIQEILQISNASLSYLNEDLDSSWQRE 

VISSNIMTILTTHESLTLESSMPQLETLHKRIANLLKNVISTSFETPPLSNQPDLLSN 

LVNKLLVAIHSKLELKEHFNTVCSARSLRLTRDEGSGLSQEQDLLYTQAVQLLFFILQ 

HPQVNNRPETKDAVKELKMLLLPFLQYAFKKYENEKKLQKLLRSILGSLVLKPPARYP 

STPSNKDKETFCKFWSRHPEVMVLDPILEKNCMQFLRATFPNYQLETEAILLEKEIES 

TFRNGWNVFLTRLNLFGSKLGSPSSPTALSDQFSKSFLIFCFLNNYPKLLQKKTPLAA 

RLDAFQREASHRFTQVKDKLLLSLKYGFPLATATINQYSRARDQLICNLLKNTVTASD . 

GFCRSGFRQSLIGYLHSLSSNELGDILDDVKEQAEANDVAAMTTVPLQPFAVCLIMSD 

RDTVSEENIENFVAMHGFLNTISPERDARIFLIRFPNHYGCLLPRNPRTEDQNSKPDS 

SNP" 
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atgtttccaa 
acgactgata 
ctccatatca 
gtcagaaaag 
atagaaattg 
ccgggcacgc 
agcccaaaag 
cctcctcccg 
caatgcttaa 
atgcaagttg 
cggattgata 
ccggatcttc 
ctaaatgaca 
tatgctgtag 
gagcaggaag 
aatctttgtg 
gacctctatg 
agaaaactct 
gcgagagcct 
cttgctgcaa 
ccttacatgc 
cttactgatg 
gaaagagaaa 
gatactgaga 
tactctcgct 
gctctttctt 
gctactttct 
atacaagaga 
tcttcttggc 
agtttgacgt 
ctattaaaga 
ttactttcaa 
gagcacttca 
ggtctctcac 
ttacagcatc 
atgcttctac 
caaaaacttc 
tcaacccctt 
gtgatggttt 
ccaaattatc 
aggaatgggt 
ccttcttctc 
cttaacaact 



ttcccccacc 
ctaaagaccc 
ttactcttgg 
aaggcttgcc 
ccaaacaacc 
cgcccccaga 
tccctaaaca 
tacgggtggc 
atcgcatggt 
atccaatact 
acgaaccgat 
ctcaacaaca 
attactacct 
gatggctatc 
ccacacgtct 
cagaaatggc 
acggggtgat 
ctgcatatgc 
tatttatttc 
atcgtcccta 
aatctagaga 
cagagcttca 
tacgagaggc 
gattcaatgc 
ttcttgcaac 
tctttgcttt 
acaaatcatt 
tcttacaaat 
aacgagaggt 
tagagagctc 
atgtaatatc 
atcttgtaaa 
atactgtctg 
aagagcagga 
ctcaagtgaa 
ttccttttct 
tacgttccat 
ctaataaaga 
tagatcccat 
aactggaaac 
ggaacgtttt 
ccacagcttt 
accctaaact 



acattgcccg 
tctgttactt 
tttgcttctt 
aacgcctccc 
gcctaaggat 
ggacacaccc 
acctgctgat 
tacccccatg 
gagcatggta 
tggcgacttt 
gtatttccaa 
ccggcgactt 
tgtgaatgta 
tgctctctac 
ccttgacctg 
tgaactcctt 
tctttctcag 
gattcgccaa 
tgatatgcag 
ttcggaattg 
caaactcttt 
aaagatgtct 
ttttgctaag 
tatagtcaaa 
tatagaaaac 
tctatgtacc 
agaggatatc 
aagtaacgcc 
gatttcttct 
tatgcctcaa 
cacatccttt 
caagctatta 
ctcggcaaga 
cctcctc.tat 
taatcgtcca 
acaatatgcc 
tctagggtct 
taaagagacg 
acttgaaaag 
cgaggccata 
tttaacacgg 
aagtgatcag 
tctacaaaaa 



cccaataaca 
agaattctac 
ctgattcact 
actcttccca 
ggtgaagaca 
ccgcctcccc 
aaaaagccga 
cctctccgcc 
ctaagacgag 
aaccctcatt 
ataaaacagt 
gcgcaactct 
ccgggagatg 
gaagagagca 
cctttcgcct 
cagttatgca 
aaacacactg 
caaatcgcag 
gacgatctcc 
ttccaaaatc 
cttctcttgg 
ccagaagatc 
ctgagtcgac 
gatcacctcc 
agacgatctg 
tgcccctctg 
atcatagcgt 
tccctcagct 
aacatcatga 
ctcgaaacac 
gaaacccctc 
gtcgcaattc 
agtttacgtt 
acacaggcag 
gaaactaaag 
tttaaaaaag 
ctagtactca 
ttctgcaagt 
aactgtatgc 
ctcttagaaa 
ttaaatctct 
ttttcgaaat 
aagactccgc 



agaataattt 
gtaccatagg 
actacaagca 
aaggaccaga 
aaaaacccga 
ccaaagctcc 
ctccaccacc 
catctagtca 
cgcctctgcc 
tcgtagcttc 
tcaagaaaat 
ctcttgaaca 
ggaactgctt 
gcagaaatga 
cctcttctcc 
gtacttattg 
caactctgat 
cttcaagtaa 
tccccagtgt 
tcattaatca 
aacatctgcc 
aacaacttcg 
gcattgctga 
ctgaagcaat 
gggatctccc 
taagatttca 
ccgcgccccc 
accttaatga 
ctatccttac 
tacataaacg 
ctttaagcaa 
atagtaagct 
taacgcgtga 
tacagctctt 
atgccgttaa 
tagaaaacga 
agcctccagc 
tctggtcacg 
agtttctacg 
aggaaatcga 
tcggatcaaa 
cttttttaat 
tagctgctcg 



ttaccactta 
atacgttctg 
tcatcgggtt 
gccaaaaact 
tgttcccaag 
ttcaccagcg 
agaggcccct 
aggctattgg 
tcttcctgcc 
ctatcccaat 
cgcacaaaat 
ggctctctat 
ttatcgtgcc 
tattgtcttt 
ggcaaatgcg 
ctccttcata 
agcctttcta 
tgaagaaaca 
tctggaattt 
ttccgcactt 
cgctctcttt 
aaagcaatat 
ttcagggtgg 
ccgatgtcaa 
ttggtctcca 
caaactctgc 
ccaacgctct 
agatttagat 
gactcatgag 
catagcaaac 
tcagccggat 
tgaattaaaa 
tgaaggcagt 
attctttatt 
agagttaaaa 
aaagaaactc 
acgctatcct 
acatcctgaa 
agctactttc 
aagtaccttt 
actgggttcg 
cttttgtttc 
attagacgct 
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2581 ttccaaagag aggcttctca tagatttaca 

2641 aaatacggtt tccctctagc tacagcgact 

2701 ttgatttgta atctcttaaa aaacacggtc 

2761 tttagacaat cactgatagg ctacctccac 

2821 ttggatgacg tcaaagagca agctgaggct 

2881 ttgcagccgt ttgctgtttg tctgatcatg 

2 941 attgaaaact ttgttgcgat gcatggattt 

3001 cgtatcttct taatccgctt ccccaaccac 

3061 actgaagatc agaactcaaa accggacagc 



caagtaaaag ataagctttt actttcgtta 
ataaatcaat actctagagc tcgagatcag 
acagcatctg atggtttctg tcgctctggt 
tccctaagtt ctaatgaact cggtgatatc 
aacgacgtcg ctgctatgac tactgtacct 
tctgatcgag atactgtctc agaagaaaat 
ttaaatacaa tttctccgga aagagacgct 
tacggttgtc tcttgcctag aaaccctaga 
tcaaatccct ag 
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ATTATATAGC TCGATCGATC1 
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Range: from | 561836 1 to [ 564967 
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BCT 26-JAN-2006 



AE001363 3132 bp DNA linear 

Chlamydophila pneumoniae CWL02 9, complete genome. 
AEG 013 63 REGION: 561836 .. 564967 
AE001363 .1 GI: 6626250 



Chlamydophila pneumoniae CWL02 9 
Chlamydophila pneumoniae CWL02 9 

Bacteria; Chlamydiae; Chlamydiales; Chlamydiaceae; Chlamydophila. 

1 (bases 1 to 3132) 

Kalman,S., Mitchell, W., Marathe,R,, Lammel,C., Fan^J., Hyman,R.W., 
dinger, L., Grimwood,J., Davis, R.W. and Stephens, R.S . 
Comparative genomes of Chlamydia pneumoniae and C. trachomatis 
Nat. Genet. 21 (4), 385-389 (1999) 

10192388 

2 (bases 1 to 3132) 

Kalman,S., Mitchell, W., Marathe,R., Lammel,C., Fan, J., 01inger,L., 
Grimwood,J., Davis, R.W. and Stephens , R . S . 
Direct Submission 

Submitted (Ol-DEC-1998) Program in Infectious Diseases, University 
of California, 235 Earl Warren Hall, Berkeley, CA 94720, USA 

On or before Jan 26, 2006 this sequence version replaced 
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gi 


:4377389, 


gi 


:4377398. 
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source 1 . .3132 

/organism="Chlamydophila pneumoniae CWL029" 

/mo l_type= "genomic DNA" 

/strain="CWL029" 

/db_xref= " taxon : 115713 " 
gene 1. .3132 

/ locus_tag= " CPn_04 8 3 " 
CDS 1..3132 

/ locus_t ag= " CPn_04 83 " 

/codon_start=l 

/trans l_t able = 11 

/product= "hypothetical protein" 

/protein__id= " AAD18623 .1 " 

/db_xref="GI :4376768" 

/translation="MIKKRAIFERMFPIPPPHCPPNNKNNFYHLTTDTKDPLLLRILR 
TIGYVLLHIITLGLLLLIHYYKHHRWRKEGLPTPPTLPKGPEPKTIEIAKQPPKDGE 
DKKPDVPKPGTPPPEDTPPPPPKAPSPASPKVPKQPADKKPTPPPEAPPPPVRVATPM 
PLRPSSQGYWQCLNRMVSMVLRRAPLPLPAMQVDPILGDFNPHFVASYPNRIDNEPMY 
FQIKQFKKIAQNPDLPQQHRRLAQLSLEQALYLNDNYYLVNVPGDGNCFYRAYAVGWL 
SALYEESSRNDIVFEQEATRLLDLPFASSSPANANLCAEMAELLQLCSTYCSFIDLYD 
GVILSQKHTATLIAFLRKLSAYAIRQQIAASSNEETARALFISDMQDDLLPSVLEFLA 
ANRPYSELFQNLIDHSALPYMQSRDKLFLLLEHLPALFLTDAELQKMSPEDQQLRKQY 
EREIREAFAKLSRRIADSGWDTERFNAIVKDHLPEAIRCQYSRFLATIENRRSGDLPW 
SPALSFFAFLCTCPSVRFHKLCATFYKSLEDIIIASAPPQRSIQEILQISNASLSYLN 
EDLDSSWQREVISSNIMTILTTHESLTLESSMPQLETLHKRIANLLKNVISTSFETPP 
LSNQPDLLSNLVNKLLVAIHSKLELKEHFNTVCSARSLRLTRDEGSGLSQEQDLLYTQ 
AVQLLFFILQHPQVNNRPETKDAVKELKMLLLPFLQYAFKKVENEKKLQKLLRSILGS 
LVLKPPARYPSTPSNKDKETFCKFWSRHPEVMVLDPILEKNCMQFLRATFPNYQLETE 
AILLEKEIESTFRNGWNVFLTRLNLFGSKLGSPSSPTALSDQFSKSFLIFCFLNNYPK 
LLQKKTPLAARLDAFQREASHRFTQVKDKLLLSLKYGFPLATATINQYSRARDQLICN 
LLKNTVTASDGFCRSGFRQSLIGYLHSLSSNELGDILDDVKEQAEANDVAAMTTVPLQ 
PFAVCLIMSDRDTVSEENIENFVAMHGFLNTISPERDARIFLIRFPNHYGCLLPRNPR 
TEDQNSKPDSSNP" 

ORIGIN 

1 ttgattaaaa aacgagcaat ttttgaacgt atgtttccaa ttcccccacc acattgcccg 
61 cccaataaca agaataattt ttaccactta acgactgata ctaaagaccc tctgttactt 
121 agaattctac gtaccatagg atacgttctg ctccatatca ttactcttgg tttgcttctt 
181 ctgattcact actacaagca tcatcgggtt gtcagaaaag aaggcttgcc aacgcctccc 
241 actcttccca aaggaccaga gccaaaaact atagaaattg ccaaacaacc gcctaaggat 
301 ggtgaagaca aaaaacccga tgttcccaag ccgggcacgc cgcccccaga ggacacaccc 
3 61 ccgcctcccc ccaaagctcc ttcaccagcg agcccaaaag tccctaaaca acctgctgat 
421 aaaaagccga ctccaccacc agaggcccct cctcctcccg tacgggtggc tacccccatg 
481 cctctccgcc catctagtca aggctattgg caatgcttaa atcgcatggt gagcatggta 
541 ctaagacgag cgcctctgcc tcttcctgcc atgcaagttg atccaatact tggcgacttt 
601 aaccctcatt tcgtagcttc ctatcccaat cggattgata acgaaccgat gtatttccaa 
661 ataaaacagt tcaagaaaat cgcacaaaat ccggatcttc ctcaacaaca ccggcgactt 
721 gcgcaactct ctcttgaaca ggctctctat ctaaatgaca attactacct tgtgaatgta 
781 ccgggagatg ggaactgctt ttatcgtgcc tatgctgtag gatggctatc tgctctctac 
841 gaagagagca gcagaaatga tattgtcttt gagcaggaag ccacacgtct ccttgacctg 
901 cctttcgcct cctcttctcc ggcaaatgcg aatctttgtg cagaaatggc tgaactcctt 
961 cagttatgca gtacttattg ctccttcata gacctctatg acggggtgat tctttctcag 
1021 aaacacactg caactctgat agcctttcta agaaaactct ctgcatatgc gattcgccaa 
1081 caaatcgcag cttcaagtaa tgaagaaaca gcgagagcct tatttatttc tgatatgcag 
1141 gacgatctcc tccccagtgt tctggaattt cttgctgcaa atcgtcccta ttcggaattg 
1201 ttccaaaatc tcattgatca ttccgcactt ccttacatgc aatctagaga caaactcttt 
1261 cttctcttgg aacatctgcc cgctctcttt cttactgatg cagagcttca aaagatgtct 
1321 ccagaagatc aacaacttcg aaagcaatat gaaagagaaa tacgagaggc ttttgctaag 
1381 ctgagtcgac gcattgctga ttcagggtgg gatactgaga gattcaatgc tatagtcaaa 
1441 gatcacctcc ctgaagcaat ccgatgtcaa tactctcgct ttcttgcaac tatagaaaac 
1501 agacgatctg gggatctccc ttggtctcca gctctttctt tctttgcttt tctatgtacc 
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1561 tgcccctctg taagatttca caaactctgc gctactttct acaaatcatt agaggatatc 
1621 attatagcgt ccgcgccccc ccaacgctct atacaagaga tcttacaaat aagtaacgcc 
1681 tccctcagct accttaatga agatttagat tcttcttggc aacgagaggt gatttcttct 
1741 aacatcatga ctatccttac gactcatgag agtttgacgt tagagagctc tatgcctcaa 
1801 ctcgaaacac tacataaacg catagcaaac ctattaaaga atgtaatatc cacatccttt 
1861 gaaacccctc ctttaagcaa tcagccggat ttactttcaa atcttgtaaa caagctatta 
1921 gtcgcaattc atagtaagct tgaattaaaa gagcacttca atactgtctg ctcggcaaga 
1981 agtttacgtt taacgcgtga tgaaggcagt ggtctctcac aagagcagga cctcctctat 
2041 acacaggcag tacagctctt attctttatt ttacagcatc ctcaagtgaa taatcgtcca 
2101 gaaactaaag atgccgttaa agagttaaaa atgcttctac ttccttttct acaatatgcc 
2161 tttaaaaaag tagaaaacga aaagaaactc caaaaacttc tacgttccat tctagggtct 
2221 ctagtactca agcctccagc acgctatcct tcaacccctt ctaataaaga taaagagacg 
2281 ttctgcaagt tctggtcacg acatcctgaa gtgatggttt tagatcccat acttgaaaag 
2341 aactgtatgc agtttctacg agctactttc ccaaattatc aactggaaac cgaggccata 
2401 ctcttagaaa aagaaatcga aagtaccttt aggaatgggt ggaacgtttt tttaacacgg 
2461 ttaaatctct tcggatcaaa actgggttcg ccttcttctc ccacagcttt aagtgatcag 
2521 ttttcgaaat cttttttaat cttttgtttc cttaacaact accctaaact tctacaaaaa 
2581 aagactccgc tagctgctcg attagacgct ttccaaagag aggcttctca tagatttaca 
2641 caagtaaaag ataagctttt actttcgtta aaatacggtt tccctctagc tacagcgact 
2701 ataaatcaat actctagagc tcgagatcag ttgatttgta atctcttaaa aaacacggtc 
2761 acagcatctg atggtttctg tcgctctggt tttagacaat cactgatagg ctacctccac 
2821 tccctaagtt ctaatgaact cggtgatatc ttggatgacg tcaaagagca agctgaggct 
2881 aacgacgtcg ctgctatgac tactgtacct ttgcagccgt ttgctgtttg tctgatcatg 
2941 tctgatcgag atactgtctc agaagaaaat attgaaaact' ttgttgcgat gcatggattt 
3001 ttaaatacaa tttctccgga aagagacgct cgtatcttct taatccgctt ccccaaccac 
3 061 tacggttgtc tcttgcctag aaaccctaga actgaagatc agaactcaaa accggacagc 
3121 tcaaatccct ag 
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ACCESSION 

VERSION 
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REFERENCE 
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BA000008 3132 bp DNA linear BCT 25-NOV-2004 

Chlamydophila pneumoniae J13 8 genomic DNA, complete sequence. 
BAOQ0008 REGION; 561155 564286 
BA000008.3 GI:47118320 

Chlamydophila pneumoniae J13 8 
Chlamydophila pneumoniae J138 

Bacteria ; Chlamydiae ; Chlamydiales ; Chlamydiaceae ; Chlamydophila . 
1 

Shirai,M., Hirakawa,H., Ouchi,K., Tabuchi,M., Kishi^F., Kimoto,M., 
Takeuchi,H., Nishida,J., Shibata,K., Fujinaga,R., Yoneda,H., 
Matsushima,H. , Tanaka/C, Furukawa,S., Miura,K., Nakazawa,A., 
Ishii,K., Shiba,T., Hattori,M., Kuhara,S. and Nakazawa,T. 
Comparison of outer membrane protein genes omp and pmp in the whole 
genome sequences of Chlamydia pneumoniae isolates from Japan and 
the United States 

J. Infect. Dis. 181 SUPPL 3, S524-S527 (2000) 

10839753 

2 

Shirai,M., Hirakawa,H. , Kimoto,M. , Tabuchi,M., Kishi,F., Ouchi,K., 

Shiba,T., Ishii,K., Hattori,M., Kuhara^S. and Nakazawa,T. 

Comparison of whole genome sequences of Chlamydia pneumoniae J138 

from Japan and CWL02 9 from USA 

Nucleic Acids Res. 28 (12), 2311-2314 (2000) 

10871362 

3 (bases l to 3132) 

Hattori,M., Ishii,K. and Shiba,T. 

Direct Submission 

Submitted (06- JUL-2000) Masahira Hattori, Kitasato Institute for 
Life Sciences, Kitasato University; Kitasato 1-15-1, Sagamihara, 
Kanagawa 228-8555, Japan 

(E-mail :hattori@genome . Is . kitasato-u .ac.jp, 

URL ;http: //genome. Is .kitasato-u.ac.jp/, Tel : 81-42-778-8194, 
Fax:81-42-778-8193) 

On or before Nov 5, 2004 this sequence version replaced qi : 9956082 , 
gi:10176692, gi:10176693, gi: 10176694 . 

This work was done in collaboration with Mutsunori Shirai, Mitsuaki 
Kimoto, Mitsuaki Tabuchi, Fumio Kishi, Teruko Nakazawa (Yamaguchi 
University) , Kazunobu Ouchi (Shimonoseki Saiseikai General 
Hospital) , Hideki Hirakawa, Satoru Kuhara (Kuyshu University) , and 
supported by the Research for the Future Program of the Japan 
Society for the Promotion of Science.' 
Location/Qualifiers 
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source 



1. .3132 



/organism="Chlamydophila pneumoniae J138" 

/mol_type= "genomic DNA" 

/strain="J138" 

/ db_xr e f = " t axon : 138677 " 

/note=" synonym: Chlamydia pneumoniae (strain J138) " 
1. .3132 

/gene="CPj0483" 



/gene="CPj0483" 

/ codon_s t ar t = 1 

/transl table=ll 

/product = "hypothetical protein" 

/protein_id= " BAA98689.1 " 

/db_xref ="GI : 8978853 " 

/translation="MIKKRAIFERMFPIPPPHCPPNNKNNFyHLTTDTKDPLLLRILR 
TIGYVLLHIITLGLLLLIHYYKHHRWRKEGLPTPPTLPKGPEPKTIEIAKQPPKDGE 
DKKPDVPKPGTPPPEDTPPPPPKAPSPASPKVPKQPADKKPTPPPEAPPPPVRVATPM 
PLRPSSQGYWQCLNRMVSMVLRRAPLPLPAMQVDPILGDFNPHFVASYPNRIDNEPMY 
FQIKQFKKIAQNPDLPQQHRRLAQLSLEQALYLNDNYYLVNVPGDGNCFYRAYAVGWL 
SALYEESSRNDIVFEQEATRLLDLPFASSSPANANLCAEMAELLQLCSTYCSFIDLYD 
GVILSQKHTATLIAFLRKLSAYAIRQQIAASSNEETARALFISDMQDDLLPSVLEFLA 
ANRPYSELFQNLIDHSALPYMQSRDKLFLLLEHLPALFLTDAELQKMSPEDQQLRKQY 
EREIREAFAKLSRRIADSGWDTERFNAIVKDYLPEAIRCQYSRFLATIENRRSGDLPW 
SPALSFFAFLCTCPSVRFHKLCATFYKSLEDIIIASAPPQRSIQEILQISNASLSYLN 
EDLDSSWQREVISSNIMTILTTHESLTLESSMPQLETLHKRIANLLKNVISTSFETPP 
LSNQPDLLSNLVNKLLVAIHSKLELKEHFNTVCSARSLRLTRDEGSGLSQEQDLLYTQ 
AVQLLFFILQHPQVNNRPETKDAVKELKMLLLPFLQYAFKKVENEKKLQKLLRSILGS 
LVLKPPARYPSTPSNKDKETFCKFWSRHPEVMVLDPILEKNCMQFLRATFPNYQLETE 
AILLEKEIESTFRNGWNVFLTRLNLFGSKLGSPSSPTALSDQFSKSFLIFCFLNNYPK 
LLQKKTPLAARLDAFQREASHRFTQVKDKLLLSLKYGFPLATATINQYSRARDQLICN 
LLKNTVTASDGFCRSGFRQSLIGYLHSLSSNELGDILDDVKEQAEANDVAAMTTVPLQ 
PFAVCLIMSDRDTVSEENIENFVAMHGFLNTISPERDARIFLIRFPNHYGCLLPRNPR 
TEDQNSKPDSSNP" 



CDS 



1. . 



3132 



ORIGIN 



61 
121 
181 
241 
.301 
361 
421 
481 
541 
601 
661 
721 
781 
841 
901 
961 
1021 
1081 
1141 
1201 
1261 
1321 
1381 
1441 



1 



ttgattaaaa aacgagcaat 
cccaataaca agaataattt 
agaattctac gtaccatagg 
ctgattcact actacaagca 
actcttccca aaggaccaga 
ggtgaagaca aaaaacccga 
ccgcctcccc ccaaagctcc 
aaaaagccga ctccaccacc 
cctctccgcc catctagtca 
ctaagacgag cgcctctgcc 
aaccctcatt tcgtagcttc 
ataaaacagt tcaagaaaat 
gcgcaactct ctcttgaaca 
ccgggagatg ggaactgctt 
gaagagagca gcagaaatga 
cctttcgcct cctcttctcc 
cagttatgca gtacttattg 
aaacacactg caactctgat 
caaatcgcag cttcaagtaa 
gacgatctcc tccccagtgt 
ttccaaaatc tcattgatca 
cttctcttgg aacatctgcc 
ccagaagatc aacaacttcg 
ctgagtcgac gcattgctga 
gattacctcc ctgaagcaat 



ttttgaacgt 
ttaccactta 
atacgttctg 
tcatcgggtt 
gccaaaaact 
tgttcccaag 
ttcaccagcg 
agaggcccct 
aggctattgg 
tcttcctgcc 
ctatcccaat 
cgcacaaaat 
ggctctctat 
ttatcgtgcc 
tattgtcttt 
ggcaaatgcg 
ctccttcata 
agcctttcta 
tgaagaaaca 
tctggaattt 
ttccgcactt 
cgctctcttt 
aaagcaatat 
ttcagggtgg 
ccgatgtcaa 



atgtttccaa 
acgactgata 
ctccatatca 
gtcagaaaag 
atagaaattg 
ccgggcacgc 
agcccaaaag 
cctcctcccg 
caatgcttaa 
atgcaagttg 
cggattgata 
ccggatcttc 
ctaaatgaca 
tatgctgtag 
gagcaggaag 
aatctttgtg 
gacctctatg 
agaaaactct 
gcgagagcct 
cttgctgcaa 
ccttacatgc 
cttactgatg 
gaaagagaaa 
gatactgaga 
tactctcgct 



ttcccccacc 
ctaaagaccc 
ttactcttgg 
aaggcttgcc 
ccaaacaacc 
cgcccccaga 
tccctaaaca 
tacgggtggc 
atcgcatggt 
atccaatact 
acgaaccgat 
ctcaacaaca 
attactacct 
gatggctatc 
ccacacgtct 
cagaaatggc 
acggggtgat 
ctgcatatgc 
tatttatttc 
atcgtcccta 
aatctagaga 
cagagcttca 
tacgagaggc 
gattcaatgc 
ttcttgcaac 



acattgcccg 
tctgttactt 
tttgcttctt 
aacgcctccc 
gcctaaggat 
ggacacaccc 
acctgctgat 
tacccccatg 
gagcatggta 
tggcgacttt 
gtatttccaa 
ccggcgactt 
tgtgaatgta 
tgctctctac 
ccttgacctg 
tgaactcctt 
tctttctcag 
gattcgccaa 
tgatatgcag 
ttcggaattg 
caaactcttt 
aaagatgtct 
ttttgctaag 
tatagtcaaa 
tatagaaaac 
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1501 
1561 
1621 
1681 
1741 
1801 
1861 
1921 
1981 
2041 
2101 
2161 
2221 
2281 
2341 
2401 
2461 
2521 
2581 
2641 
2701 
2761 
2821 
2881 
2941 
3001 
3061 
3121 



agacgatctg 
tgcccctctg 
attatagcgt 
tccctcagct 
aacatcatga 
ctcgaaacac 
gaaacccctc 
gtcgcaattc 
agtttacgtt 
acacaggcag 
gaaactaaag 
tttaaaaaag 
ctagtactca 
ttctgcaagt 
aactgtatgc 
ctcttagaaa 
ttaaatctct 
ttttcgaaat 
aagactccgc 
caagtaaaag 
ataaatcaat 
acagcatctg 
tccctaagtt 
aacgacgtcg 
tctgatcgag 
ttaaatacaa 
tacggttgtc 
tcaaatccct 



// 



gggatctccc 
taagatttca 
ccgcgccccc 
accttaatga 
ctatccttac 
tacataaacg 
ctttaagcaa 
atagtaagct 
taacgcgtga 
tacagctctt 
atgccgttaa 
tagaaaacga 
agcctccagc 
tctggtcacg 
agtttctacg 
aagaaatcga 
tcggatcaaa 
cttttttaat 
tagctgctcg 
ataagctttt 
actctagagc 
atggtttctg 
ctaatgaact 
ctgctatgac 
atactgtctc 
tttctccgga 
tcttgcctag 
ag 



ttggtctcca 
caaactctgc 
ccaacgctct 
agatttagat 
gactcatgag 
catagcaaac 
tcagccggat 
tgaattaaaa 
tgaaggcagt 
attctttatt 
agagttaaaa 
aaagaaactc 
acgctatcct 
acatcctgaa 
agctactttc 
aagtaccttt 
actgggttcg 
cttttgtttc 
attagacgct 
actttcgtta 
tcgagatcag 
tcgctctggt 
cggtgatatc 
tactgtacct 
agaagaaaat 
aagagacgct 
aaaccctaga 



gctctttctt 
gctactttct 
atacaagaga 
tcttcttggc 
agtttgacgt 
ctattaaaga 
ttactttcaa 
gagcacttca 
ggtctctcac 
ttacagcatc 
atgcttctac 
caaaaacttc 
tcaacccctt 
gtgatggttt- 
ccaaattatc 
aggaatgggt 
ccttcttctc 
cttaacaact 
ttccaaagag 
aaatacggtt 
ttgatttgta 
tttagacaat 
ttggatgacg 
ttgcagccgt 
attgaaaact 
cgtatcttct 
actgaagatc 



tctttgcttt 
acaaatcatt 
tcttacaaat 
aacgagaggt 
tagagagctc 
atgtaatatc 
atcttgtaaa 
atactgtctg 
aagagcagga 
ctcaagtgaa 
ttccttttct 
tacgttccat 
ctaataaaga 
tagatcccat 
aactggaaac 
ggaacgtttt 
ccacagcttt 
accctaaact 
aggcttctca 
tccctctagc 
atctcttaaa 
cactgatagg 
tcaaagagca 
ttgctgtttg 
ttgttgcgat 
taatccgctt 
agaactcaaa 



tctatgtacc 
agaggatatc 
aagtaacgcc 
gatttcttct 
tatgcctcaa 
cacatccttt 
caagctatta 
ctcggcaaga 
cctcctctat 
taatcgtcca 
acaatatgcc 
tctagggtct 
taaagagacg 
acttgaaaag 
cgaggccata 
tttaacacgg 
aagtgatcag 
tctacaaaaa 
tagatttaca 
tacagcgact 
aaacacggtc 
ctacctccac 
agctgaggct 
tctgatcatg 
gcatggattt 
ccccaaccac 
accggacagc 
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source 



Protein 



CDS 



AAF38131 1033 aa linear BCT 16-FEB-2006 

hypothetical protein CP__0271 [Chlamydophila pneumoniae AR39] . 

AAF38131 

AAF38131.1 GI: 7189196 
accession AE002161. 1 

Chlamydophila pneumoniae AR39 (Chlamydia pneumoniae AR39) 
Chlamydophila pneumoniae AR39 

Bacteria; Chlamydiae; Chlamydiales ; Chlamydiaceae; Chlamydophila. 

1 (residues 1 to 1033) 

Read,T.D., Brunham, R. C . , Shen,C., Gill,S.R., Heidelberg, J. F. , 
White, 0., Hickey,E.K., Peterson, J., Umayam,L.A., Utterback,T. , 
Berry, K., Bass,S., Linher,K., Weidman,J., Khouri,H. , Craven, B., 
Bowman, C, Dodson,R., Gwinn,M., Nelson, W., DeBoy,R,, Kolonay,J., 
McClarty.,G. , Salzberg, S . L . , Eisen,J. and Eraser, CM. 
Genome sequences of Chlamydia trachomatis MoPn and Chlamydia 
pneumoniae AR39 

Nucleic Acids Res. 28 (6), 1397-1406 (2000) 
10684935 

2 (residues 1 to 1033) 

Read,T.D., Brunham,R.C. , Shen,C., Gill,S.R., Heidelberg, J. F . , 
White, O., Hickey, E. K. , Peterson, J., Umayam,L.A., Utterback, T . , 
Berry, K., Bass,S., Linher,K., Weidman,J., Khouri,H., Craven, B., 
Bowman, C, Dodson,R., Gwinn,M., Nelson, W., DeBoy,R., Kolohay,J., 
McClarty,G., Salzberg, S . L . , Eisen,J.. and Eraser, CM. 
Direct Submission 

Submitted (Ol-MAR-2000) The Institute for Genomic Research, 9712 
Medical Center Dr, Rockville, MD 20850, USA* 
Method: conceptual translation. 

Location/Qualifiers 

1. .1033 

/organism= "Chlamydophila pneumoniae AR39" 

/strain="AR39" 

/db_xref = " taxon : 115711 " 

/note=" synonym: Chlamydia pneumoniae AR39" 
1..1033 

/product="hypothetical protein" 
1. .1033 

/ locus_tag= " CP__0 271" 

/coded_by=" complement (AE002161 . 1 : 276619 . .279720) " 
/note= "hypothetical protein; identified by Glimmer2; 
putative" 
/transl table=ll 
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ORIGIN 

i mfpippphcp pnnknnfyhl ttdtkdplll rilrtigyvl Ihiitlglll lihyykhhrv 
61 vrkeglptpp tlpkgpepkt ieiakqppkd gedkkpdvpk pgtpppedtp ppppkapspa 
121 spkvpkqpad kkptpppeap pppvrvatpm plrpssqgyw qclnrmvsmv Irraplplpa 
181 mqvdpilgdf nphfvasypn ridnepmyfq ikqfkkiaqn pdlpqqhrrl aqlsleqaly 
241 Indnyylvnv pgdgncfyra yavgwlsaly eessrndivf eqeatrlldl pfassspana 
301 nlcaemaell qlcstycsfi dlydgvilsq khtatliaf 1 . rklsayairq qiaassneet 
361 aralfisdmq ddllpsvlef laanrpysel fqnlidhsal pymqsrdklf lllehlpalf 
421 ltdaelqkms pedqqlrkqy ereireafak Isrriadsgw dterfnaivk dylpeaircq 
481 ysrflatien rrsgdlpwsp alsffaflct cpsvrfhklc atfyksledi iiasappqrs 
541 iqeilqisna slsylnedld sswqreviss nimtiltthe sltlessmpq letlhkrian 
601 llknvistsf etpplsnqpd llsnlvnkll vaihsklelk ehfntvcsar slrltrdegs 
661 glsqeqdlly tqavqllffi Iqhpqvnnrp etkdavkelk mlllpflqya fkkvenekkl 
721 qkllrsilgs Ivlkpparyp stpsnkdket fckfwsrhpe vmvldpilek ncmqflratf 
781 pnyqleteai llekeiestf rngwnvfltr Inlfgsklgs pssptalsdq fsksflifcf 
841 Innypkllqk ktplaarlda fqreashrft qvkdklllsl kygfplatat inqysrardq 
901 licnllkntv tasdgfcrsg frqsligylh slssnelgdi Iddvkeqaea ndvaamttvp 
961 Iqpfavclim sdrdtvseen ienfvamhgf Intisperda riflirfpnh ygcllprnpr 
1021 tedqnskpds snp 



// 
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Sequence Revision History 

PubMed Nucleotide Protein Genome Structure PMC Taxonomy 
Find (Accessions, SI numbers or Fasta style 5eqIds)\f^^_'3>^^A^ 
About Entrez 



Show 



Entrez 



Search for 
Genes 
LocusLink 
provides 
curated. 
information for 
human, fruit fly, 
mouse, rat, and 
zebraflsh 



] difference between I and II as |GenBank/GenPept _ 



Revision history for AAF38131 





Version 


Update Date 


Status 


I 


II 


7189196 


1 


Feb 16 2006 11:11 AM 


Live 


a 


r 


7189196 


1 


Jun 1 2000 6:51 PM 


Dead 


c 




7189196 


1 


Mar 7 2000 11:02 AM 


Dead 


r 


r 



Accession AAF38131 was first seen at NCBI on Mar 7 2000 11:02 AM 
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NCB 



PubMed 



:m:ag Aci^R\cecTjRicAcilRcrTrAC taac caat 

Nucleotide Protein Genome Structure 



ATCG6 ATC CCCGiKjC^' g^^ATTATATAGC ICGATCGATCl 
Cj^AC^lcQicGi 



PMC 



Taxonomy 



OMIM 



My Ui 

is 

Book? 



Search | Nucleotide 



Sfor 



Go 



Clear 



Limits Preview/Index History Clipboard . Details 

Display [GenBank(FuH) [' ^ show [s" If^ j | Send to |F^| Hide: □ sequence □ all but gene, CDS and mR> 

fe-r:v S>^C^^hQ)^t?|ci?i?Q9^^ □ Reverse complemented str? 



Range: from | 276619 



to 279720 



ni: AE00216i. Reports Chlamydophilapne...[gi: 12057210] 
C omment F eatures Sequence 



Links 



LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
. PUBMED 
REFERENCE 
AUTHORS 



TITLE 
JOURNAL 

COMMENT 



BCT 16-FEB-2006 



AE002161 3102 bp DNA linear 

Chlamydophila pneumoniae AR39, complete genome. 
AE002161 REGION: 276619 27972 0 
AE002161.1 GI: 12057210 



Chlamydophila pneumoniae AR39 (Chlamydia pneumoniae AR39) 
Chlamydophila pneumoniae AR3 9 

Bacteria; Chlamydiae; Chlamydiales ; Chlamydiaceae; Chlamydophila. 
1 (bases 1 to 3102) 

Read,T.D., Brunham, R . C . , Shen^C, Gill^S.R., Heidelberg, J . F . , 
White, 0., Hickey,E.K., Peterson, J.*, Umayam,L.A., Utterback, T. , 
Berry, K., Bass,S., Linher,K., Weidman,J., Khouri,H., Craven, B., 
Bowman, C; Dodson,R., Gwinn,M., Nelson, W., DeBoy,R., Kolonay,J., 
McClarty,G., Salzberg, S . L . , Eisen,J. and Eraser, CM. 
Genome sequences of Chlamydia trachomatis MoPn and Chlamydia 
pneumoniae AR3 9 

Nucleic Acids Res, 28 (6), 1397-1406 (2000) 
10684935 

1 to 3102) 

Brunham,R.C. , Shen,C., Gill,S.R., Heidelberg, J. F. , 
Hickey , E . K. , Peterson, J. , Umayam, L. A. , Utterback, T. , 
Bass,S., Linher,K., Weidman,J., Khouri,H., Craven, B., 
Dodson,R., Gwinn,M., Nelson, W., DeBoy,R., Kolonay,J., 



2 (bases 
Read, T.D. 
White, 0. , 
Berry, K. , 
Bowman , C . 

McClarty,G., Salzberg, S . L. , Eisen,J. and Fraser,C.M. 

Direct Submission 

Submitted (Ol-MAR-2000) The Institute for Genomic Research, 
Medical Center Dr, Rockville, MD 20850, USA 
On or before Feb 16, 2006 this sequence version replaced 
gi:7188939, gi:7188948, gi : 7188959, gi:8163349, gi: 8163353 , 
gi: 8163352/ gi : 8163360 , gi; 8163362 , gi: 8163365, gi: 8163362, 
gi: 8163368, gi : 8163320 , gi: 8163322, gi: 8163326, gi: 8163380, 
qi: 8163382 , qi: 8163383 , gi : 8163387 , gi: 8163392 , gi: 8163395 , 
qi: 8163397 , gi: 8163402 , gi:8163403, gi:8163404, gi:8163405, 
gi: 8163406 , gi: 8163402, gi: 8163410, gi: 8163414, gi: 8163412, 

gi: 8163425 
gi: 8163432 
gi: 8163458 
gi:8163468 
gi: 8163476 
gi : 8161485 

gi: 8163491, gi: 8163492, gi: 8163495, gi: 8163496, gi: 8163492, 
gi:8163499, gi:8163500, gi:8163502, gi:8163508, gi:8163509, 
gi: 8163512, gi: 8163514, gi; 8163515 , gi: 8163517, gi: 8163519, 



9712 



gi: 8163420, gi: 8163423 , 

gi: 8163430 , gi: 8163435, 

gi: 8163452 , gi : 8163455 , 

gi: 8161464, gi: 8163465, 

gi: 8161471, gi : 8163475 , 

gi : 8163483 , qi: 8163484 , 



gi: 8163422, gi: 8161428, 

gi: 8161444, gi : 8163445 , 

gi : 8163460 , gi: 8163462 , 

gi : 8163469 , qi: 8163470 , 

gi: 8161478, gi : 8163480 , 

gi: 8163489 , gi: 8163490 . 
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qi : 8163520 , gi: 8163522 , qi: 8163523 , gi:8163526, qi: 8163527 , 
gi : 8163531 , gi:8163532, qi; 8163533 , gi:8163535, gi:8163537, 
gi : 8163538 , qi: 8163541 , gi : 8163543 , gi : 8163546 , gi:8163548, 
gi: 8163549, qi; 8163552 , gi:8163S55, gi; 8163557 . 
FEATURES Location/Qualifiers 
source 1 . .3102 

/organism="Chlamydophila pneumoniae ARB 9" 

/mol_type= "genomic DNA" 

/strain="AR39" 

/db xref="taxon: 115711 " 

/note=" synonym: Chlamydia pneumoniae AR39" 
gene complement (1 3102) 

/ locus_t ag= " CP_02 7 1 " 
CDS complement (1 . .3102) 

/ locus_t ag= " CP_0 271" 

/note= "hypothetical protein; identified by Glimmer2; 

putative" 

/codon_start=l 

/transl table=ll 

/product= "hypothetical protein" 

/protein id=" AAF38131 . 1 " 

/db_xref="GI : 7189196" 

/translation="MFPIPPPHCPPNNKNNFyHLTTDTKDPLLLRILRTIGYVLLHII 
TLGLLLLIHYYKHHRWRKEGLPTPPTLPKGPEPKTIEIAKQPPKDGEDKKPDVPKPG 
TPPPEDTPPPPPKAPSPASPKVPKQPADKKPTPPPEAPPPPVRVATPMPLRPSSQGYW 
QCLNRMVSMVLRRAPLPLPAMQVDPILGDFNPHFVASYPNRIDNEPMYFQIKQFKKIA 
QNPDLPQQHRRLAQLSLEQALYLNDNYYLVNVPGDGNCFYRAYAVGWLSALYEESSRN 
DIVFEQEATRLLDLPFASSSPANANLCAEMAELLQLCSTYCSFIDLYDGVILSQKHTA 
TLIAFLRKLSAYAIRQQIAASSNEETARALFISDMQDDLLPSVLEFLAANRPYSELFQ 
NLIDHSALPYMQSRDKLFLLLEHLPALFLTDAELQKMSPEDQQLRKQYEREIREAFAK 
LSRRIADSGWDTERFNAIVKDYLPEAIRCQYSRFLATIENRRSGDLPWSPALSFFAFL 
CTCPSVRFHKLCATFYKSLEDIIIASAPPQRSIQEILQISNASLSYLNEDLDSSWQRE 
VISSNIMTILTTHESLTLESSMPQLETLHKRIANLLKNVISTSFETPPLSNQPDLLSN 
LVNKLLVAIHSKLELKEHFNTVCSARSLRLTRDEGSGLSQEQDLLYTQAVQLLFFILQ 
HPQVNNRPETKDAVKELKMLLLPFLQYAFKKVENEKKLQKLLRS ILGSLVLKPPARYP 
STPSNKDKETFCKFWSRHPEVMVLDPILEKNCMQFLRATFPNYQLETEAILLEKEIES 
TFRNGWNVFLTRLNLFGSKLGSPSSPTALSDQFSKSFLIFCFLNNYPKLLQKKTPLAA 
RLDAFQREASHRFTQVKDKLLiiSLKYGFPLATATINQYSRARDQLICNLLKNTVTASD 
GFCRSGFRQSLIGYLHSLSSNELGDILDDVKEQAEANDVAAMTTVPLQPFAVCLIMSD 
RDTVSEENIENFVAMHGFLNTISPERDARIFLIRFPNHYGCLLPRNPRTEDQNSKPDS 
SNP" 

ORIGIN 

1 ctagggattt gagctgtccg gttttgagtt ctgatcttca gttctagggt ttctaggcaa 
61 gagacaaccg tagtggttgg ggaagcggat taagaagata cgagcgtctc tttccggaga 
121 aattgtattt aaaaatccat gcatcgcaac aaagttttca atattttctt ctgagacagt 
181 atctcgatca gacatgatca gacaaacagc aaacggctgc aaaggtacag tagtcatagc 
241 agcgacgtcg ttagcctcag cttgctcttt gacgtcatcc aagatatcac cgagttcatt 
301 agaacttagg gagtggaggt agcctatcag tgattgtcta aaaccagagc gacagaaacc 
361 atcagatgct gtgaccgtgt tttttaagag attacaaatc aactgatctc gagctctaga 
421 gtattgattt atagtcgctg tagctagagg gaaaccgtat tttaacgaaa gtaaaagctt 
481 atcttttact tgtgtaaatc tatgagaagc ctctctttgg aaagcgtcta atcgagcagc 
541 tagcggagtc tttttttgta gaagtttagg gtagttgtta aggaaacaaa agattaaaaa 
601 agatttcgaa aactgatcac ttaaagctgt gggagaagaa ggcgaaccca gttttgatcc 
661 gaagagattt aaccgtgtta aaaaaacgtt ccacccattc ctaaaggtac tttcgatttc 
721 tttttctaag agtatggcct cggtttccag ttgataattt gggaaagtag ctcgtagaaa 
781 ctgcatacag ttcttttcaa gtatgggatc taaaaccatc acttcaggat gtcgtgacca 
841 gaacttgcag aacgtctctt tatctttatt agaaggggtt gaaggatagc gtgctggagg 
901 cttgagtact agagacccta gaatggaacg tagaagtttt tggagtttct tttcgttttc 
961 tactttttta aaggcatatt gtagaaaagg aagtagaagc atttttaact ctttaacggc 
1021 atctttagtt tctggacgat tattcacttg aggatgctgt aaaataaaga ataagagctg 



http://ww.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=12057210&db=Nucleotide&^^ 2/22/2007 



.NCBI Sequence Viewer v2.0 



Page 3 of 3 



1081 tactgcctgt gtatagagga ggtcctgctc 
1141 taaacgtaaa cttcttgccg agcagacagt 
12 01 atgaattgcg actaatagct tgtttacaag 
1261 aggaggggtt tcaaaggatg tggatattac 
1321 tagtgtttcg agttgaggca tagagctctc 
1381 agtcatgatg ttagaagaaa tcacctctcg 
1441 gtagctgagg gaggcgttac ttatttgtaa 
1501 ggacgctata atgatatcct ctaatgattt 
1561 tacagagggg caggtacata gaaaagcaaa 
1621 cccagatcgt ctgttttcta tagttgcaag 
1681 agggaggtaa tctttgacta tagcattgaa 
1741 gcgtcgactc agcttagcaa aagcctctcg 
1801 ttgatcttct ggagacatct tttgaagctc 
1861 ttccaagaga agaaagagtt tgtctctaga 
1921 gagattttgg aacaattccg aatagggacg 
1981 gaggagatcg tcctgcatat cagaaataaa 
2041 agctgcgatt tgttggcgaa tcgcatatgc 
2101 tgcagtgtgt ttctgagaaa gaatcacccc 
2161 actgcataac tgaaggagtt cagccatttc 
2221 ggaggcgaaa ggcaggtcaa ggagacgtgt 
2281 gctgctctct tcgtagagag cagatagcca 
2341 cccatctccc ggtacattca caaggtagta 
2401 agagagttgc gcaagtcgcc ggtgttgttg 
2461 gaactgtttt atttggaaat acatcggttc 
2521 gaaatgaggg ttaaagtcgc caagtattgg 
2581 cgctcgtctt agtaccatgc tcaccatgcg 
2641 tgggcggaga ggcatggggg tagccacccg 
2701 agtcggcttt ttatcagcag gttgtttagg 

2 761 ggggggaggc gggggtgtgt cctctggggg 
2821 tttgtcttca ccatccttag gcggttgttt 
2881 tttgggaaga gtgggaggcg ttggcaagcc 
2941 gtagtgaatc agaagaagca aaccaagagt 

3 001 acgtagaatt ctaagtaaca gagggtcttt 
3 061 cttgttattg ggcgggcaat gtggtggggg 



ttgtgagaga ccactgcctt catcacgcgt 
attgaagtgc tcttttaatt caagcttact 
atttgaaagt aaatccggct gattgcttaa 
attctttaat aggtttgcta tgcgtttatg 
taacgtcaaa ctctcatgag tcgtaaggat 
ttgccaagaa gaatctaaat cttcattaag 
gatctcttgt atagagcgtt gggggggcgc 
gtagaaagta gcgcagagtt tgtgaaatct 
gaaagaaaga gctggagacc aagggagatc 
aaagcgagag tattgacatc ggattgcttc 
tctctcagta tcccaccctg aatcagcaat 
tatttctctt tcatattgct ttcgaagttg 
tgcatcagta agaaagagag cgggcagatg 
ttgcatgtaa ggaagtgcgg aatgatcaat 
atttgcagca agaaattcca gaacactggg 
taaggctctc gctgtttctt cattacttga 
agagagtttt cttagaaagg ctatcagagt 
gtcatagagg tctatgaagg agcaataagt 
tgcacaaaga ttcgcatttg ccggagaaga 
ggcttcctgc tcaaagacaa tatcatttct 
tcctacagca taggcacgat aaaagcagtt 
attgtcattt agatagagag cctgttcaag 
aggaagatcc ggattttgtg cgattttctt 
gttatcaatc cgattgggat aggaagctac 
atcaacttgc atggcaggaa gaggcagagg 
atttaagcat tgccaatagc cttgactaga 
tacgggagga ggaggggcct ctggtggtgg 
gacttttggg ctcgctggtg aaggagcttt 
cggcgtgccc ggcttgggaa catcgggttt 
ggcaatttct atagtttttg gctctggtcc 
ttcttttctg acaacccgat gatgcttgta 
aatgatatgg agcagaacgt atcctatggt 
agtatcagtc gttaagtggt aaaaattatt 
aattggaaac at 
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Sequence Revision History 

PubMed Nucleotide Protein Genome Structure PMC Taxonomy 
Find {Accessions, (91 numbers or Fasta style 5e^Jo(?)|AE002l6i. ~ 
/About Entrez >! 



Entrez 



Search for 



difference between I and II as [GenBank/GenPept ' ▼ [ 

Revision history for AE002161 

This lb replaces sequence(s) 



p7pr\c>*^ Common Rpv hi^+orv 


1) AE002164 fSec Rev 




historv^ 


Li/I \J V 1 WC<<i3 


2) AE002165 (Sec Rev 


CUi U 1 &U 


history^ 


inf nPKnn+ion "for 

Mil V/l lllUI iV/ll 1 Vl 


3) AE002166 (See Rev 


riuniun, 1 1 ui i i ly. 




Knoti^p rot nnd 


4) AE002167 (See Rev 




historv^ 




5) AE002168 (Sec Rev 




his+orv^ 




h\ AE002169 fSce Rev 


DuTcn cnirez- 






7) AE002170 (Sec Rev 


C7X or ucceooion 


iiidiwi yy 


riuri lUoi D 1 u 


S^i AE002171 eSce Rev 


r&iriov& proicin 


1 II d 1 V/l y y 




9) AE002172 fSec Rev 


sequences 


■ lid 1 \J\ J ) 




10) AE002173 (Sec Rev. 


Check sequence 


history) 


revision history 


in AE002174 (Sec Rev. 




history) 


How to create 


12) AE002175 (Sec Rev. 


WWW links to 


history) 


Entrez 


13) AE002176 (Sec Rev. 




history) 


LinkOut 


14) AE002177 (Sec Rev. 




history) 


My NCBI 


15) AE002178 (See Rev. 


(Cubby) 


history) 




16) AE002179 (Sec Rev. 
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Related 
resources 

BLAST 

Reference 

sequence 

project 

LocusLink 

Clusters of 
orthologous 
groups 

Protein reviews 
on the web 



history ) 

17) AE002180 (See Rev, 
history ) 

18) AE002181 (See Rev. 
history) 

19) AE002182 (See Rev, 
history ) 

20) AE002183 (See Rev. 
histoid ) 

21) AE002184 (See Rev, 
history ) 

22) AE002185 (See Rev, 
history ) 

23) AE002186 (See Rev. 
history) 

24) AE002187 (See Rev. 
history ) 

25) AEQ02188 (See Rev, 
history ) 

26) AE002189 (See Rev, 
history ) 

27) AE002190 (See Rev, 
history ) 

28) AE 002191 (See Rev, 
history ) 

29) AE002192 (See Rev. 
history) 

30) AE002193 (See Rev. 
history) 

31) AE002194 (See Rev, 
history ) 

32) AE002195 (See Rev, 
history ) 

33) AEQ02196 (See Rev, 
history ) 

34) AE002197 (See Rev, 
history ) 

35) AE002198 (See Rev, 
history ) 

36) AE002199 (See Rev. 
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history) 

37) AE002200 (See Rev, 
history ) 

38) AE002201 (See Rev. 
history ) 

39) AE002202 (See Rev, 
history ) 

40) >\E002203 (See Rev, 
history ) , 

41) /\E002204 (See Rev. 
history ) 

42) /\E002205 (See Rev, 
histor y) 

43) iAE002206 (See Rev , 
history) 

44) /\E0022 07 (See Rev, 
history ) 

45) /\E002208 (See Rev. 
history) 

46) /\E002209 (See Rev. 
history ) 

47) AE002210 (See Rev, 
history ) 

48) /\E002211 (See Rev. 
history ) 

49) AE002212 (Sec Rev. 
history) 

50) AE002213 (See Rev, 
history ) 

51) AE002214 (See Rev. 
h istory ) 

52) AE002215 (See Rev, 
history ) 

53) AE002216 (Sec Rev, 
history ) 

54) AE002217 (Sec Rev, 
history ) 

55) AE002218 (Sec Rev, 
history ) 

56) AE002219 (See Rev. 
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hi story ) 

57) AE00222 0 (See Rev, 
history ) 

58) /\E002221 (See Rev. 
history ) 

59) AE002222 (Sec Rev, 
history ) 

60) AE002223 (See Rev, 
history ) 

61) AE002224 (Sec Rev. 
history) 

62) /AE002225 (See Rev, 
history ) 

63) /\E002226 (See Rev, 
history) 

64) /\ E0Q2227 (See Rev. 
history ) 

65) AE002228 (Sec Rev, 
history ) 

66) AE002229 (Sec Rev, 
history ) 

67) AE002230 (Sec Rev, 
history ) 

68) AE002231 (Sec Rev . 
history ) 

69) /\E002232 (Sec Rev. 
history) 

70) AE002233 (Sec Rev, 
history ) 

71) AE002234 (Sec Rev. 
history) 

72) AE 002235 (See Rev, 
history ) 

73) AE002236 (Sec Rev, 
history ) 
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